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(1) GENERAL INFORMATION: 

(i) APPLICANT: 

(A) NAME: / 
ASAT AG Applied Science & Techno^l^gy 

(B) STREET: Baarers trasse 77 

(C) CITY: Zug 

(E) COUNTRY: Switzerland 

(F) POSTAL CODE: 6302 

(ii) TITLE OF INVENTION: Recombinan't antibodies 

(iii) NUMBER OF SEQUENCES: 30 

(iv) COMPUTER- READABLE FORM: 
^ (A) MEDIUM TYPE: Floppy disk 

(B) COMPUTER: IBM pt compatible 

(C) OPERATING SYS;TEM: PC-DOS /MS-DOS 

(D) SOFTWARE: Pa^tentln Release #1.0, 
Version #3^/3 0 (EPO) 

(vi) ORIGINAL APPLICATION DATA: 

(A) APPLICATION NUMBER: DE 19723904.8 

(B) APPLLCATION DATE: 06-JUN-1997 

(vi) ORIGINAL /application DATA: 

(A) APPLICATION NUMBER: DE 19755227.7 

(B) /APPLICATION DATE: 12-DEC-1997 



(vi) ORIGINAL APPLICATION DATA: 

/(A) APPLICATION NUMBER: DE 19820663.1 
(B) APPLICATION DATE: 08 -MAY-] 998 



( 2 ) INFOmATION FOR SEQ ID NO : 1 : 

/ 

/ 

(i)/ SEQUENCE CHARACTERISTICS: 
/ (A). LENGTH: 357 base pairs 
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10 



(ix) 



- 50 - 

(B) TYPE: nucleotide" 

(C) STRANDEDNESS : doxible 

(D) TOPOLOGY: linear 

FEATURE : 

(A) NAME/KEY: CDS 

(B) NOTATION: 1..357 



(xi) SEQUENCE DESCRIPTION: 

CAG GTG AAA CTG CTC GAG TCG GGC CCA GGA CTG 
Gin Val hys Leu Leu Glu Ser Gly Pro Gly Leu 
15 10 

ACC CTG TCC CTC AAC TGC ACT GTC TCT GGT CGC 
Thr Leu Ser Leu Asn Cys Ttir Val Ser Gly Arg/ 
20 25 

TCT TGG AGA TGG ATC CGG CAG TCT CCA GGG 
Ser Trp Arg Trp lie Arg GLn Ser Pro Gly/Lya 

35 40 y 

GGG GAT ATC TCT TAT AGT GGG AGT ACC AAG TAC 
Gly Asp lie Ser Tyr Ser Gly Ser Thr ^Lys Tyr 
50 55 / 



SEQ /I 



GTG /AAG 
VaV Lvs 




/ 



/rCC ATC 
Ser lie 



GGA CTA 
Gly Leu 
45 

AAA CCC 
Lys Pro 
60 



CCT TCG GAG 

Pro Ser Glu 
15 

AGT GGT TAC 

Ser Gly Tyr 
30 

GAG TGG ATT 

Glu Trp lie 



TCC CTC AGG 
Ser Leu Arg 



/ 



AGT CGA GTC ACC CTG TCA GTA GAC ACG TCC AAG AAC CAG 

Asn Gin 



/ 



Ser Arg Val Ttir Leu Ser Val Asp /Thr Ser Lys 
65 70 '/ 75 

AAG CTG AAT TCG GTG ACC GCT GCG GAC ACG GCC GTC TAT 
Lys Leu Asn Ser Val Thr Ala Ala Asp Thr Ala Val Tyr 
85 90 

CGA GTC TTG CCC TTT GAC CCG ATC TCG ATG GAC GTC TGG 
Arg Val Leu Pro Phe Asp Pro lie Ser Met Asp Val Trp 
100 105 

ACC ACG GTC ACC GTC TCC TCA 
Thr Thr Val Thr Val Ser Ser 
115 

(2) INFORMATION FOR SEQ ID NO : 2: 



TTC 

Phe 



TAC 
Tyr 



GGC 
Gly 
110 



TCC 
Ser 



TGT 
Cys 
95 

AAA 
Lys 



CTG 

Leu 
80 

GCG 
Ala 



GGG 
Gly 



48 



96 



144 



192 



240 



288 



336 



357 



(i) SEQUENCE CHARACTERISTICS: 
15 (A) LENGTH: 119 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 



20 



(ii) 
(xi) 



MOLECULE TYPE: protein 

SEQUENCE DESCRIPTION: SEQ ID NO : 2: 
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Gin Val Lys Leu Leu Glu Ser Gly Pro Gly Leu Val Lys Pro Ser ^lu 
15 10 XI 

Thr Leu Ser Leu Asn Cys Thr Val Ser Gly Arg Ser lie Ser Gdy Tyr 
20 25 30 / 

Ser Trp Arg Trp lie Arg Gin Ser Pro Gly Lys Gly Leu Gloi Trp lie 
35 40 45 / 

Gly AsT> lie Ser Tyr Ser Gly Ser Thr Lys Tyr Lys Pro Ser Leu Arg 
50 55 60 / 

Ser Arg Val Thr Leu Ser Val Asp Thr Ser Lys Asn-^Gln Phe Ser Leu 
65 70 75 / 80 

Lys Leu Asn Ser Val Thr Ala Ala Asp Thr Ala/Val Tyr Tyr Cys Ala 

85 90 / 95 

Arg Val Leu Pro Phe Asp Pro lie Ser Met Xsp Val Trp Gly Lys Gly 
100 105 y 110 

Thr Thr Val Thr Val Ser Ser / 
115 

(2) INFORMATION FOR SEQ ID N(^:' 3: 

/ 

(±) SEQUENCE CHARACTERISTICS: 

/ 

(A) LENGTH: /3 3 3 base pairs 

(B) TYPE: nucleotide 

( C ) STRANDEDNES S : doub 1 e 

(D) TOROLOGY: linear 



(ix) FEATURE: 

(A) / NAME/KEY: CDS 

( B ) LOCATION : 1 . . 3 3 3 

(xi) ^S^UENCE DESCRIPTION: SEQ ID NO: 3: 

GTG GTG ACT GAG CCA CCC TCA GCG TCT GGG ACC CCC GGG CAG TGG GTC 4 9 

Val Val Thr^Gln Pro Pro Ser Ala Ser Gly Thr Pro Gly Gin Trp Val 

120 / 12S 130 

ACC ATC /TCT TGT TCT GGG AGC AGC TCC AAC ATC AGA AGT AAT CCT GTT 9€ 
Thx lie' Ser Cys Ser Gly Ser Ser Ser Asn lie Arg Ser Asn Pro Val 
140 145 ISO 

AGC ,TGG TAT CAC CAG GTC CCA GGC ACG GCC CCC AAA CTC CTC ATC TTT 144 
Ser Trp Tyr His Gin Val Pro Gly Thr Ala Pro Lys Leu Leu lie Pfae 
155 ISO 165 

/ 

GGT AGT CAT CAG CGG CCC TCA GGG GTC CCT GAC CGA TTC TCT GGC TCC 192 
bly Ser His Gin Arg Pro Ser Gly Val Pro Asp Arg Phe Ser Gly Ser 
/ 170 175 " 130 

/ 

AAG TCG GGC ACC TCC GCC TCC CTG GCC ATC CGT GGG CTC CAA TCT GGG 24 0 

Lys Ser Gly Thx Ser Ala Ser Leu Ala lie Arg Gly Leu Gin Ser Gly 
laS 130 135 
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GAT GCT GGT GAC TAT TAG TGT GCA ACA TGG GAT GAC GGC CTC AAT GGT 
Asp Ala Gly Asp Tyr Tyr Cys Ala Thr Trp Asp Asp Gly i^u Asa Gly 
200 205 210 21S 

CCG GTG TTC GGC-GGA GGG ACC AAG CTG ACC GTC CTA AGT CAG CCC 
Pro Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Ser Gla Pro 
220 225 230 

(2) INFORMATION FOR SEQ ID NO : 4: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 111 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 



10 




(ii) MOLECULE TYPE: protein 
(xi) SEQUENCE DESCRIPTION: SE^' ID NO : 4 

Val Val Thr Gin Pro Pro Ser Ala Ser Gl^Thr Pro Gly Gin 
1 5 1.0 

Thr lie Ser Cys Ser Gly Ser Ser Ser Asn lie Arg Ser Asn 
20 25/ 30 

Ser Trp Tyr His Gin Val Pro Gly T2ir Ala Pro Lys Leu Leu 
35 40 / 45 

/ 

Gly Ser His Gin Arg Pro Ser Gly Val Pro Asp Axg Phe Ser 
50 55 / ' 60 

Lys Ser Gly Thr Ser Ala Ser- "Leu Ala lie Arg Gly Leu Gin 



65 



70 



75 



Asp Ala Gly Asp Tyr Tyr Cys Ala Thr Trp Asp Aso Gly Leu 

85 /' 90 * " 

Pro Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Ser Gin 
100 / 105 110 

(2) INFORMATION /FOR SEQ ID NO : 5: 



Trp Val 
15 

Pro Val 
lie Phe 
Gly Ser 



Ser Gly 
80 

Asn Gly 
95 

Pro 



15 



( i ) SEQUENCE CHARACTERISTICS : 

/"'(A) LENGTH: 3 69 base pairs 
/' (B) TYPE: nucleotide 

(C) STRANDEDNESS : double 

(D) TOPOLOGY: linear 



20 



(ix) FEATURE: 

(A) NAME/KEY: CDS 

(B) LOCATION: 1 . .3 69 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 5 
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48 



96 



CAG GTG AAA CTG CTC GAG TCT GGG GGA GGC GTG GTC CAG CCT GGG 
Gin Val Lys I*eu Leu Glu Ser Gly Gly Gly Val Val Gin Pro Gly 

lis 120 125 7 

TCC CTG AGA CTC TCC TGT GCA GCC TCT GGA TTC ACC TTC AGT AGC TAT 
Ser I*eu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr ?he Ser Ser /Tvr 
130 135 140 / 

GCT ATG CAC TGG GTC CGC CAG GCT CCA GGC AAG GGG CTG GAG TGG GTG 144 
Ala Met His Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu /Trp Val 
145 150 155 / 

GCA GTT ATA TCA TAT GAT GGA AGC AAT AAA TAC TAC GCA G;^C TCC GTG 192 
Ala Val lie Ser Tyr Asp Gly Ser Asn Lys Tyr Tyr Ala Ser Val 

ISO 165 170 / 275 

AAG GGC CGA TTC GCC ATC TCC AGA GAC AAT TCC AAG AAC ACG CTG TAT 240 
Lys Gly. Arg Phe Ala He Ser Arg Asp Asn Ser Lys Aiin Thr Leu Tyr 
130 185 / 190 

CTG CAA ATG AAC AGC CTG AGA GCT GAG GAC ACG GCT^ GTG TAT TAC TGT 
Leu Gin Mec Asrt Ser Leu Az-g Ala Glu Asp Thr Ala Val Tyr Tyr Cya 
195 200 / 205 



288 



GCG AGA GCG CTG GGG AGC TGG GGG GGT TGG GAC CAC TAC ATG GAC GTC 336 

Ala Arg Ala Leu Gly Ser Trp Gly Gly Trp Asp His Tyr Met Asp Val 

210 215 220 

TGG GGC AAA GGG ACC ACG GTC ACC GTC TCC TCA 3^3 

Trp Gly Lys Gly Thr Thr Val Thr Val Ser Ser 
225 230 

(2) INFORMATION FOR SEQ ID NO : 6: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 123 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE; protein 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 5: 
Gin Val Lys Leu Leu Glu Ser Gly Gly Gly Val Val Gin Pro Gly Arc? 

1 5 10 ik 

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Se'^ Se-^ Tyr 
20 25 30 

Ala Met His Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp Vai 
35 40 45 

Ala Val lie Ser Tyr Asp Gly Ser Asn Lys Tyr Tyr Ala Asp Ser Val 
50 55 60 

Lys Gly Arg Phe Ala lie Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr 
65 70 75 80 

Leu Gin Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 

85 90 95 

Ala Arg Ala Leu Gly Ser Trp Gly Gly Trp Asp His Tyr Met Asp Val 
100 105 110 

Trp Gly Lys Gly Thr Thr Val Thr Val Ser Ser 
115 120 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 3 33 base pairs 

(B) TYPE: nucleotide 

(C) STRANDEDNESS: double 

(D) TOPOLOGY: linear 

(ix) FEATURE: 

(A) NAME/KEY: CDS / 

(B) LOCATION: 1..333 / 



GTG 
Val 



ACC 
Thr 

140 

AAC 
Asn 



ACT 
Ser 



AAG 
Lys 



GAT 
Aso 



TGG 
Trp 
220 



(xi ) SEQUENCE DESCRIPTION: SEQ ID NO : 7: 

GTG ACT CAG CCA CCC TCA GCG . TCT GGG ACc/cCC GGG CAG AGG GTC 
Val Thr Gin Pro Pro Ser Ala Ser Gly Thr Pro Giy Gin Arg Val 
125 130 / 135 

ATC TCT TGT TCT GGA AGC AGC TCC AAC/ATC GGA A3T AAT ACT GTA 
lie Ser Cys Ser Gly Ser Ser Ser Asn lie Gly Ser Asn Thr Val 
145 / ISO 155 

TGG TAG CAG CAG CTC CCA GGA ACG /GCC CCC AAA CTC CTC ATC TAT 
Trp Tyr Gin Gin Leu Pro Gly Thr^ Ala Pro Lys L^u Leu lie Tyr 
160 ifiS 170 

AAT AAT CAG CGG CCC TCA GGG GTC CCT GAC CGA TTC TCT GGC TCC 
Asn Asn Gin Arg Pro Ser Gly/val Pro Asp Arg Phe Ser Gly Ser 
175 180 185 

TCT GGC . ACC TCA GCC TCC CTG GCC ATC AGT GGG CTC CAG TCT GAG 
Ser Gly Thr Ser Ala Ser /Leu Ala He Ser Gly Leu Gin Ser Glu 
190 / 195 200 



GAG GCT GAT TAT TAC T;GT GCA GCA TGG GAT GAC AGC CTG AAT GGT 

Glu Ala Asp Tyr Tyr Cys Ala Ala Trp Asp Asp Ser Leu Asn Gly 
205 /2IO 215 

GTG TTC GGC GGA GGG ACC AAC CTG ACC GTC CTA GGT CAG CCC 

Val Phe Gly Gly cly Thr Lys Leu Thr Val Leu Gly Gin Pro 
/225 230 



43 



96 



144 



192 



240 



288 



333 



(2) INFORMATION FOR SEQ ID NO : 8 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 111 amino acids 

(B) TYPE: amino acid 
{ D ) TOPOLOGY : 1 inear 



/ii) 
(xi) 



MOLECULE TYPE: protein 

SEQUENCE DESCRIPTION: SEQ ID NO : 8: 
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Val Val Thr Gin Pro Pro Ser Ala Ser Gly Thr Pro Gly Gin Arg Val 
15 10 15 

Thr He Ser Cys Ser Gly Ser Ser Ser Asn He Gly Ser Asn Thr Val 
20 25 30 

Asn Tro Tyr Gin Gin L.eu Pro Gly Thr Ala Pro Lys Leu Leu He Tyr 
35 40 45 

Ser Asn Asn Gin Arg Pro Ser Gly Val Pro Asp Arg Phe Ser Gly Ser 

50 55 60 

Lys Ser Gly Thr Ser Ala Ser Leu Ala lie Ser Gly Leu Gin Ser Glu 
65 70 75 80 

Asp Glu Ala Asp Tyr Tyr Cys Ala Ala Tro Aso Astd Ser Leu Asn Gly 

85 90 ' 95 

Trp Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly Gin Pro 
100 105 110 

(2) INFORMATION FOR SEQ ID NO : 9: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 3 69 base pairs 

(B) TYPE: nucleotide 

( C ) STRANDEDNES S : doub 1 e 

(D) TOPOLOGY: linear 



(ix) FEATURE: 

(A) NAME/KEY: CDS 

(B) LOCATION: 1 . .3 69 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 9: 

CAG GTG AAA CTG CTC GAG TCT GGG GGA GGC TTG GTT CAC CCC GGG GGG 4 8 

Gin Val Lys Leu Leu Glu Ser Gly Gly Gly Leu Val His Pro Gly Gly 
X15 120 125 

TCC CTG AGA CTC TCT TGT GCA GCC TCT GGA TTT ACG TTT GAC AAC TTT 96 
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Ptie Tiir Phe Asp Asn Phe 
130 13S 140 

GCC ATG AGC TGG GTC CGC CAG GCT CCA GGG AAG GGG CTG GAG TGG GTC 144 
Ala Men Ser Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp Val 
145 150 155 

TCA GGC ATT AGT GGT GGT GGT CTT TTG ACA CAC TAC GCA GAC TCC GTG 192 
Ser Gly lie Ser Gly Gly Gly Leu Leu Thr His Tyr Ala Asp Ser Val 
ISO 165 170 175 

AAG GGC CGG TTC ACC ATC TCC AGA AAC AAT TCC AGG AAC ACT GTA TAC 240 
Lys Gly Arg Phe Thr He Ser Arg Asn Asn Ser Arg Asn Thr Val Tyr 
180 185 190 



CTA CAA ATG AAC AGC CTG AGA GCC GAA GAC ACG GCC GTG TAT TAT TGT 288 
Leu Gin Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 
195 200 205 
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GTG AGA GAT CTG GGC TAT AGA GTA CTT TCG ACT TTT ACT TTT GAT ATC 336 
Val Arg Asp L^u Gly Tyr Arg Val Leu Ser Thr Phe Tiir ?he Asp lie 
210 215 220 

TGG GGC CAG GGG ACA AAG GTC ACC GTC TCT TCA 369 
Trp Gly Gin Gly Thr Lys Val Thr Val Ser Ser 
225 230 

(2) INFORMATION FOR SEQ ID NO : 10: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 123 amino acids 

(B) TYPE: amino acid 
( D ) TOPOLOGY : 1 inear 



(ii) MOLECULE TYPE: protein 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 10: 

Gin Val Lys Leu Leu Glu Ser Gly Gly Gly Leu Val His Pro Glv Glv 
15 10 15 ^ 

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Asp Asn Phe 
20 25 30 

Ala Met Ser Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp Val 
35 40 45 

Ser Gly lie Ser Gly Gly Gly Leu Leu Thr His Tyr Ala Asp Se^ Val 
50 55 60 " 

Lys Gly Arg Phe Thr lie Ser Arg Asn Asn Ser Arg Asn Thr Val Tvr 
65 70 75 ^0 

Leu Gin Met Asn Ser Leu Arg Ala Glu Asp Thr- Ala Val Tyr Tyr Cys 

85 90 95 

Val Arg Asp Leu Gly Tyr Arg Val Leu Ser Thr Phe Thr Phe Asp lie 
100 105 110 

Trp Gly Gin Gly Thr Lys Val Thr Val Ser Ser 
115 120 

(2) INFORMATION FOR SEQ ID NO: 11: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 375 base pairs 

(B) TYPE: nucleotide 

(C) STRANDEDNESS : double 

(D) TOPOLOGY: linear 



(ix) FEATURE: 

(A) NAME/KEY: CDS 

(B) - LOCATION: 1 . .37 5 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 11: 

GTG GTG ACT GAG CCT GCC TCC GTG TCT GGG TCT CCT GGA CAG TCG ATC 48 
Val Val Tlir Gin Pro Ala Ser Val Ser Gly Ser Pro Glv Gin S«- He 
125 130 X35 



TCC AAG TCT GGC AAC ACG GCC TCC CTG ACA ATC TCT GGG CTC CAG GCT 
Ser Lys Ser Gly Aan Thr Ala Ser Leu Thr He Ser Giy Leu Gin Ala 
190 195 2C0 



36 



ACC ATC TCC TGC ACT GGA ACC AGC AGT GCT ATT GGG AAT TAT AAC TTT 
Tlir He Ser Cys Thr Gly Thr Ser Ser Ala He Gly Asa Tyr Asn Phe 

145 ISO 

GTC CCC TGG TAC CAA CAG CAC CCA GGC AAA GCC CCC AAA CTC ATG ATT 144 
Val Pro Trp Tyr Gin Gin His Pro Gly Lys Ala Pro Lvs Leu Me^ lie 
160 165 ' 170 

TAT GAG GGC AGT AAG CGG CCC TCA GGG GTT TCT AAT CGC TTC TCT GGC 
Tyr Glu -Gly Ser Lys Arg Pro Ser Gly Val Ser Asn Arg Phe Se- Glv 
17S 180 185 



240 



GAG GAC GAG GCT GAG TAT TAC TGC TGC TCA TAT GTT CAT AGT AGC ACT 28 8 

Glu Asp Glu Ala Glu Tyr Tyr Cys Cys Ser Tyr Val His Ser Ser Tiir 
205 210 215 

AAT TGG GTG TTC GGC GGA GGG ACC AAG CTG ACC GTC CTA GGT CAG CCC 33s 
Asn Trp Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly Gin Pro 

220 225 230 235 

AAG GCT GCC CCC TCG GTC ACT CTG TTC CCA CCC TCC TCT 375 
Lys Ala Ala Pro Ser Val Thr Leu Phe Pro Pro Ser Ser 
240 245 

(2) INFORMATION FOR SEQ ID NO: 12: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 12 5 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: protein 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 12: 

Val Val Thr Gin Pro Ala Ser Val Ser Gly Ser Pro Gly Gin Ser lie 
15 10 IS 

Thr He Ser Cys Thr Gly Thr Ser Ser Ala He Gly Asn Tyr Asn Phe 
20 25 30 

Val Pro Trp Tyr Gin Gin His Pro Gly Lys Ala Pro Lys Leu Met He 
35 40 45 

Tyr Glu Gly Ser Lys Arg Pro Ser Gly Val Ser Asn Arg Phe Ser Gly 
50 55 60 

Ser Lys Ser Gly Asn Thr Ala Ser Leu Thr He Ser Gly Leu Gin Ala 
65 70 75 80 

Glu AsD Glu Ala Glu Tyr Tyr Cys Cys Ser Tyr Val His Ser Ser Thr 

85 90 95 
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Asn Txp Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly Gin Pro 
.100 105 110 

Lys Ala Ala Pro Ser Val Thr Leu Phe Pro Pro Ser Ser 
115 120 125 

(2) INFORMATION FOR SEQ ID NO: 13: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 3 66 base pairs 

(B) TYPE: nucleotide 

(C) STRJUSTDEDNESS : double 

(D) TOPOLOGY: linear 



(ix) FEATURE: 

(A) NAME/KEY: CDS 

(B) LOCATION: 1 . .366 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 13: 

CAG GTG AAA CTG CTC GAG TCA GGA CCA GGA CTG GTG AAG CCC TCG GAG 48 
Gin Val Lys Leu Leu Glu Ser Gly Pro Gly Leu Val Lys Pro Ser Glu 
130 135 140 

ACC CTG TCT CTC ACC TGC ACT GTC TCT GAT GTC TCC ATC AGA ACT CAT 96 
Tiir Leu Ser Leu Thr Cys Thr Val Ser Asp Val Ser lie Arg Ser His 
14S ISO 155 

TAC TGG AGT TGG CTC CGG CAG CCC CCA GGG AAG GGA CTG GAG TGG ATT 144 
Tyr Trp Ser Trp Leu Arg Gla Pro Pro Gly Lys Gly Leu Glu Trp lie 
ISO 165 170 



GGG TTT ATC TAT GAC GGT GCG AGA ACC AGG TTC AAC CCC TCC CTC AGG 
Gly Phe lie Tyr Asp Gly Ala Arg Thr Arg Phe Asn Pro Ser Leu Arg 
175 180 1S5 



192 



AGT CGA GTC TCC CTT TCA ATG GAC CCA TCC AAG AAG CAG TTT TCC CTG 24 0 

Ser Arg Val Ser Leu Ser Met Asp Pro Ser Lys Lys Gin Phe Ser Leu 
190 195 200 205 

AAA CTG GGG TCT GTG ACC GCT GCG GAC TCG GCC GTC TAC TAC TGT GCG 288 
Lys Leu Gly Ser Val Thr Ala Ala Asp Ser Ala Val Tyr Tyr Cys Ala 
210 215 220 

AGA GAC GCG GAT GGA GAT GGC TTC AGC CCA TAC TAC TTT CCC TAC TGG 33S 
Arg Asp Ala Asp Gly Asp Gly Phe Ser Pro Tyr Tyr Phe Pro Tyr Trp 
225 230 235 

GGC CAG GGA ATC CCG GTC TCC GTC TCC TCG 3g6 
Gly Gin Gly lie Pro Val Ser Val Ser Ser 
240 245 

(2) INFORMATION FOR SEQ ID NO: 14 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 122 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: protein 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 14: 

Gin Val Lys Leu Leu Glu Ser Gly Pro Gly Leu Val Lys Pro Se-^ Glu 
15 10 li 

Thr Leu Ser Leu Thr Cys Thr Val Ser Asp Val Ser lie Arg Ser His 
20 25 " 30 

Tyr Trp Ser Trt> Leu Arg Gin Pro Pro Gly Lvs Gly Leu Glu Trp He 
35 40 ^45 

Gly Phe lie Tyr Asp Gly Ala Arg Tiir Arg Phe Asn Pro Ser Leu Arc? 
50 55 60 

Ser Arg Val Ser Leu Ser Met Asp Pro Ser Lys Lys Gin Phe Ser Leu 
65 70 75 80 

Lys Leu Gly Ser Val Thr Ala Ala Asp Ser Ala Val Tyr Tyr Cys Ala 

85 90 95 

Arg Asp Ala Asp Gly Asp Gly Phe Ser Pro Tyr Tyr Phe Pro Tyr Trp 
100 105 xio 

Gly Gin Gly He Pro Val Ser Val Ser Ser 
115 120 

(2) INFORMATION FOR SEQ ID NO : 15: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 372 base pairs 

(B) TYPE : nucleotide 

(C) STRANDEDNESS : double 

(D) TOPOLOGY: linear 



(ix) FEATURE: 

(A) NAME/KEY: CDS 

(B) LOCATION: 1... 372 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 15: 

CAG GTG AAA CTG CTC GAG TCT QQQ GGA GGC GTG GTC CAC CCT GGG AGG 
Gin Val Lys Leu L«u Glu Ser Gly Gly Gly Val Val His Pro Gly Aro 
125 130 135 



4B 



TCC CTG AGA CTC TCC TGT GCA GCC TCT GGA TTC ACC TTC AGT AGC TAT 96 
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Ty- 
140 145 ISO 

ACT ATG CAC TGG GTC CGC CAG GCT CCA GGC AAG GGG CTG GAG TGG GTG 144 
Thr Met His Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp Val 
155 ISO 1S3 

GCA CTT ATA TCA TAT GAT GGA AGC AAT AAA TAC TAC GCA GAC TCC GTG 192 
Ala Leu lie Ser Tyr A^p Gly Ser Asn Lys Tyr Tyr Ala Asp Sex- Val 
175 180 IBS 
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AAG GGC CGA TTC GCC ATC TCC AGA GAC AAT TCC AAG AAC ACG CTA TAT 240 
Lys Gly Arg Phe Ala He Ser Arg Asp Asn Ser Lys Asn Thr l*eu Tyr 
190 195 200 

CTG CAA ATG AAC AGC CTG AGA GCT GAG GAC ACG GCT GTG TAT TAC TGT 288 
i*eu Gin Met Asn Ser lieu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 
205 210 215 

GCG AAA GAT GGC CGG AGT GGG AGC TAC GCC AGG TTC GAC GOT ATG GAC 336 
Ala Lys Asp Gly Arg Ser Gly Ser Tyr Ala Arg Phe Aso Gly Mec Asp 
220 225 230 

GTC TGG GGC CAA GGG ACC ACG GTC ACC GTC TCC TCA 372 
Val Trp Gly Gin Gly Thr Thr Val Thr Val Ser Ser 
235 240 245 

(2) INFORMATION FOR SEQ ID NO: 16: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 124 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: protein 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 16: 

Gin Val Lys Leu Leu Glu Ser Gly Gly Gly Val Val His Pro Gly Arg 
15 10 xs 

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr 
20 25 30 

Thr Met His Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp Val 
35 40 45 

Ala Leu He Ser Tyr Asp Gly Ser Asn Lys Tyr Tyr Ala Asp Ser Val 
50 55 60 

Lys Gly Arg Phe Ala lie Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr 
65 70 75 80 

Leu Gin Mec Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 

85 90 95 

Ala Lys Asp Gly Arg Ser Gly Ser Tyr Ala Arg Phe Asp Gly Met Asu 
100 105 110 

Val Trp Gly Gin Gly Thr Thr Val Thr Val Ser Ser 
115 120 

(2) INFORMATION FOR SEQ ID NO: 17: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 372 base pairs 

(B) TYPE: nucleotide 

(C) STRANDEDNESS : double 

(D) TOPOLOGY: linear 
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(ix) FEATURE: 

(A) NAME/KEY: CDS 

(B) LOCATION: 1. .372 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 17: 

CAG GTG AAA CTG CTC GAG TCT GGG GGA GGC TTG GTA CAG CCT GGC AGG 4 8 

Gin Val Lys Leu Leu GIu Ser Gly Gly Gly Leu Val Gin Pro Gly A^o 
125 130 135 



TCC CTG AGA CTC TCC TGT GCA GCC TCT GGA TTC ACC TTT GAT GAT TAT 
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr ?he Asp Asp Tvr 
145 150 



TCA GGT ATT AGT TGG GAT AGT GGT ACC ATA GGC TAT GCG GAC TCT GTG 
Ser Gly lie Ser Trp Asp Ser Gly Thr lie Gly Tyr Ala Asp Ser Val 
175 IBO 185 



CTG CAA ATG AAC AGT CTG AGA GCT GAG GAC ACG GCC TTG TAT TAC TGT 
Leu Gin Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Leu Tyr Tyr Cys 
205 210 215 220 



96 



GCC CTG CAC TGG GTC CGT CAA GCT CCA GGG AAG GGC CTG GAG TGG GTC 144 
Ala Leu His Trp Val Arg Gin Ala Pro Gly Lys Glv Leu Glu Trp Val 
160 165 ' 170 



192 



AAG GGC CGA TTC ACC ATC TCC AGA GAC AAC GCC AAG AAC TCC CTG TAT 24 0 

Lys Gly Arg Phe Thr lie Ser Arg Asp Asn Ala Lys Asn Ser Leu Tyr 
190 195 200 . 



288 



GTA AAA GAT ATG GGG TCT TCG GTA GTG GCT ACG TAC AAT GCT TTT GAT 336 
Val Lys Asp Mec Gly Ser Ser Val Val Ala Thr Tyr Asn Ala Phe Asp 
225 230 235 



3 72 



ATC TGG GGC CAA GGG ACA ATG GTC ACC GTC TCT TCA 
lie Trp Gly Gin Gly Thr Met Val Thr Val Ser Ser 
240 245 

(2) INFORMATION FOR SEQ ID NO: 18: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 124 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: protein 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 18: 

Gin Val Lys Leu Leu Glu Ser Gly Gly Gly Leu Val Gin Pro Gly Axg 
1 5 10 ll 

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Asp Asp Tyr 
20 25 30 

Ala Leu His Trp Val Arg Gin Ala Pro Gly Lys Glv Leu Glu Tro Val 
35 40 ^ 45 

Ser Gly Xle Ser Trp Asp Ser Gly Thr lie Gly Tyr Ala Asp Ser Val 
50 55 60 



Lys Gly Arg Phe Thr lie Ser Arg Asp Asn Ala Lys Asn Ser Leu Tyr 
65 70 75 80 
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Ueu Gin Met Asn Ser Leu Arg Ala Glu Astb Thr Ala Leu Tv-^ Tvr 

85 90 - 



95 



Val Lys Asp Met Gly Ser Ser Val Val Ala Thr Tyr Asn Ala Phe Asn 
100 105 

lie Trp Gly Gin Gly Thr Met val Thr Val Ser Ser 
115 120 

(2) INFORMATION FOR SEQ ID NO : 19: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 3 60 base pairs 

(B) TYPE: nucleotide 

(C) STRANDEDNESS : double 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: cDNA for mRNA 

(vii) IMMEDIATE SOURCE: 

(B) CLONE (E) : AI-X2 

(ix) FEATURE: 

(A) NAME/KEY: CDS 

(B) LOCATION: 1 . .360 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 19: 

CAG GTG AAA CTG CTC GAG TCA GGC CCA GGA CTG GTG AAG CCT TCG GAG 
Gin Val Lys Leu Leu Glu Ser Gly Pro Gly Leu Val Lys Pro Se- Glu 

130 135 ^ 

ACC CTG TCC CTC ACC TGC ACT GTC TCT GGT GGC TCC TrC ACT ACT TAC 
Thr Leu Ser Leu Thr Cys Thr Val Ser Gly Gly Ser Phe Ser Thr Tv- 
145 150 

TAT TGG AGC TGG ATC CGG CAG CCC CCA GGG AAG GGA CTG 'GAG TGG ATT 144 
Tyr Trp Ser Trp lie Arg Gin Pro Pro Gly Lys Glv Leu Glu Tns lie 
ISO 1€5 ' 170 

GGG TAT ATC TAT TAC AGT GGG AAC ACC AAC TAC AAC CCC TCC CTC AAG 
Gly Tyr lie Tyr Tyr Ser Gly Asn Thr Asn Tyr Asn Pro Ser Leu Lvs 
175 180 135 

AGT CGA GCC ACC ATA TCA GTA GAC ACG TCC AAG AAC CAG TTC TCC CTG 240 
Ser Arg Ala Thr lie Ser Val Asp Thr Ser Lys Asn Gin Phe Se- Leu 
2.30 195 200 

AAG CTG AGC TCT GTT ACC GCC GCA GAC ACG GCC GTA TAT TAC TGT GCG 288 
Lys Leu Ser Ser Val Thr Ala Ala Asp Thr Ala Val Tyr Tyr Cys Ala 
205 210 215 220 

AGA CTG CGT AAC GAT GGC TGG AAT GAT GGC TTT GAT ATC TGG GGC CAA 336 
Arg Leu Arg Asn Asp Gly Trp Asn Asp Gly Phe Asn lie Trp Gly Gin 
225 230 ' 235 



48 



96 



192 
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GGG ACA ATG GTC ACC GTC TCT TCA 360 

Gly Thr Met Val Thr Val Ser Ser 

240 

(2) INFORMATION FOR SEQ ID NO : 20: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 120 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: protein 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 20: 

Gin Val Lys Leu Leu Glu Ser Gly Pro Gly Leu Val Lys Pro Ser Glu 
15 10 X5 

Thr Leu Ser Leu Ttir Cys Thr Val Ser Gly Gly Ser Phe Ser Thr Tyr 
20 25 30 

Tyr Trp Ser Trp lie Arg Gin Pro Pro Gly Lys Gly Leu Glu Trp lie 
35 40 45 

Gly Tyr lie Tyr Tyr Ser Gly Asn Thr Asn Tyr Asn Pro Ser Leu Lys 
50 55 60 

Ser Arg Ala Thr lie Ser Val Asp Thr Ser Lys Asn Gin Phe Ser Leu 
65 70 75 80 

Lys Leu Ser Ser Val Thr Ala Ala Asp Thr Ala Val Tyr Tyr Cys Ala 

85 90 95 

Arg Leu Arg Asn Asp Gly Trp Asn Asp Gly Phe Asp lie Trp Gly Gin 
100 105 110 

Gly Thr Mec Val Thr Val Ser Ser 
115 120 

(2) INFORMATION FOR SEQ ID NO : 21 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 3 69 base pairs 

(B) TYPE: nucleotide 

(C) STRANDEDNESS : double 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: cDNA for mRNA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo sapiens 



(vii) IMMEDIATE SOURCE: 



wo 98/55619 



(B) 
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(viii) POSITION IN THE GENOME: 

(A) CHROMOSOME/ SEGMENT : 14 

(B) MAP POSITION: q32 . 3 

(ix) FEATURE: 

(A) NAME/KEY: CDS 

(B) LOCATION: 1 . .369 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 21: 

CAG GTG AAA CTG CTC GAG TCT GGG GGA GGC GTG GTC CAG CCT GGG AGG 
Gin Vai Lys Leu Leu Glu Ser Gly Gly Gly Val Val Gin p-^o Glv Ara 
125 130 " 

TCC CTG AGA CTC TCC TGT GCA GCC TCT GGA TTC ACC TTC AGT GAC TAT 
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Astj T\rr 
140 145 X50 

r?5 mI^ AAG GGG CTG GAG TGG GTG 

Gly Met Hxs Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu vll 

GCA GCT ATA TCA TAT GAT GGA AGT AAC AAA TAC TAT GCA GAC t-CC Gxr 
Ala Ala He Ser Tyr Asp Gly Ser Asn Lys Tyr Tyr A^a A^| sir vlt 



180 



48 



36 



144 



AAG GGC CGA TTC TCC ATC TCC AGA GAC AAT TCC AAC AAT ACr r^n 
Lys Gly Arg Phe Ser lie Ser Arg Asp Asn ler Thr Su ^ 

^ 190 195 2bo 

CTG CAA ATG AGC ACC CTG AGA GCT GAG GAC ACG GCT GTC TAT TTC TCT 
Leu Gin Mec Ser Thr Leu Arg Ala Glu Asp Thr Ala Val TVr P^e 

f '^^^ ^ GCT GGA CGG TTT GAT ATC 

Ala Arg Asp Ser Glu Thr Ala He Ala Ala Ala Gly Arg ^ ill 
220 225 230 

TGG GGC CAA GGG ACA ATG GTC ACC GTC TCT TCA 
Trp Gly Gin Gly Thr Met Val Thr Val Ser Ser 
235 240 

(2) INFORMATION FOR SEQ ID NO : 22: 



240 



288 



336 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 12 3 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY : linear 



(ii) 
(xi) 



MOLECULE TYPE: protein 

SEQUENCE DESCRIPTION: SEQ ID NO: 22: 
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Gin val Lys Leu Leu Glu Ser Gly Gly Gly Val Val Gin Pro Gly Ar^ 
• 5 10 

ser Leu Arg Leu Ser Cys Ala Ala Ser Gly ehc Zhr Phe Ser Asp Tyr 
20 25 30 

Gly Met His Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp Val 
Ala Ala He Ser Tyr Asp Gly Ser Asn Lys Tyr Tyr Ala Asp Ser Val 

55 g Q 

Lys Gly Arg Phe Ser He Ser Arg Asp Asn Ser A^n Asn Thr Leu Tyr 

''^ 75 ^ 

Leu Gin Met Ser Thr Leu Arg Ala Glu Asp Thr Ala Val Tyr Phe Cys 



85 90 ^. 



Ala Arg A^ ser Glu Thr Ala He Ala Ala Ala Gly Arg Phe Asp He 

Trp Gly Gin Gly Thr Met Val Thr Val Ser Se- 
ns 120 

(2) INFORMATION FOR SEQ ID NO : 23: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 3 66 base pairs 

(B) TYPE: nucleotide 

(C) STRANDEDNESS : double 
{ D ) TOPOLOGY : linear 

(ii) MOLECULE TYPE: cDNA for mRNA 

( vi ) ■ ORIGINAL * SOURCE : 

(A) ORGANISM: Homo sapiens 

(vii) IMMEDIATE SOURCE: 

(B) CLONE (E) : AI-B18 

(viii) POSITION IN THE GENOME: 

(A) CHROMOSOME/ SEGMENT : 14 

(B) MAP POSITION: q32.3 

(ix) FEATURE: 

(A) NAME/KEY: CDS 

(B) LOCATION: 1 . . 366 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 23: 
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CAG GTG AAA CTG CTC GAG TCT GGG GOT GAG GTG AAG AAG COT Cr- Tr-r^ 
Gin Val Lys Leu Leu Glu Ser Gly Ala Glu Val Lys ZCs p" 

TCG GTG ATG GTC TCC TGC AAG GCT TCT GGA GGC ACC "TC arc 

Ser val Met Val Ser Cys Lys Ala Ser Gly Oly ^ £J 



4d 



96 



1S5 



ACT ATC AGC TGG GTG CGG CAG GCC CCT GGA CAA GGC GAG Trtr 

Thr He ser Trp Val Arg Gin Ala Pro Gly Gin Ily lI^ Glu ^ 
160 X65 ** 



170 



GGA GGG ATC ACC CCT ATC TTT GGT ACA GTG AAC TAC G-a r-r^r- 

Gly Gly lie Thr Pro He Phe Gly r,^ val ^ Xlt 

180 

CAG GGC AGA GTC ACC ATT ACC GCG GAC GAA CCC ACG AGC ACA GCC Tir 
Gin Gly Arg Val Thr He Thr Ala A^p Glu Pro Thr S^r tS 



152 



240 



200 



288 



366 



wlr "^^^ ATC TAT TAC T^T 

Mec Glu Leu Arg Ser Leu Thr Ser Asp Asp Ser Gly He tJ3 

GCG AGA GAA GAT GGC ACT ACA GTA CCA ACT CAA CCC r-ai- ^ 

Ala Arg Glu Asp Gly Thr Thr Val Pro Ser ^ Pro ^ Glu 

230 235 

GGC CAG GGA ACC CGG GTC ACC GTC TCC TCT 
Gly Gin Gly Thr Arg Val Thr Val Ser Ser 
240 245 

(2) INFORMATION FOR SEQ ID NO: 24 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 122 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: protein 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 24: 

Gin Val Lys Leu Leu Glu Ser Gly Ala Glu Val Lys Lys Pro Gly 

^ 10 

Ser Val Met Val Ser Cys Lys Ala Ser Gly Gly Thr Phe Ser Ser His 
20 25 30 

Thr He ser Trp Val Arg Gin Ala Pro Gly Gin Gly Leu Glu Trp Met 

40 45 

Gly Gly He Thr Pro He Phe Gly Thr Val Asn Tyr Ala Gin Lys Phe 
50 55 60 

Gin Gly Arg Val Thr He Thr Ala Asp Glu Pro Thr Ser Thr Ala Tyr 
65 70 75 80 

Met Glu Leu Arg Ser Leu Thr Ser Asp Asp Ser Gly He Tyr Tyr Cys 

85 90 95 

Ala Arg Glu Asp Gly. Thr Thr Val Pro Ser Gin Pro Leu Glu Phe Trp 
100 105 110 

Gly Gin Gly Thr Arg Val Thr Val Ser Ser 
115 120 



Ser 
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(2) INFORMATION FOR SEQ ID NO: 25': 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 3 63 base pairs 

(B) TYPE: nucleotide 

(C) STRANDEDNESS : double 

( D ) TOPOLOGY : 1 inear 

(li) MOLECULE TYPE: cDNA for ruRNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo sapiens 



(vii) IMMEDIATE SOURCE: 

15 (B) CLONE (E) : AI-B24 

(viii) POSITION IN THE GENOME: 

( A ) CHROMOSOME / SEGMENT : 1 4 

(B) MAP POSITION: q32 . 3 



10 



U 20 



(ix) FEATURE: 

(A) NAME/KEY: CDS 

(B) LOCATION: 1 . . 363 

2 5 (xi) SEQUENCE DESCRIPTION: SEQ ID NO : 25: 

CAG GTG AAA CTG CTC GAG TCT GGG GGA GGC TTG GTC CAG CCT GGG GGG 48 
Gin Val Lys Leu Leu Glu Ser Gly Gly Gly Leu Val Gin Pro Gly Gly 
125 130 135 

TCC CTG AGA CTC TCC TGT TCA GCC TCT GGA TTC ACC TTC AAT AAA TAT 96 
Ser Leu Arg Leu Ser Cys Ser Ala Ser Gly Phe Tiir Phe Asn Lys Tyr 
140 145 150 

GCA ATA CAC TGG GTC CGC CAG GCI CCA GGG AAG GGA CTG GAA TAT GTT 144 
Ala He His Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Tyr Val 
155 ISO ISS 170 

TCA GCT ATT ACT AGT AAT GGG GGT AAC ACA TAG TAC GCA GAC TCC GTG 132 
Ser Ala He Ser Ser Asn Gly Gly Asn Tbr Tyr Tyr Ala Asp Ser Val 
175 laO 185 

AAG GGC AGA TTC ACC ATC TCC AGA GAC AAT TCC AAG AAC ACG GTG TAT 240 
Lys Gly Arg Phe Thr He Ser Arg Asp Asn Ser Lys Asn Thr Val Tyr 
190 195 200 

CTT CAA ATG AGC AGT CTG AGA GCT GAG GAC ACG GCT GTG TAT TAC TGT 288 
Leu Gin Met Ser Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 
205 210 215 

GTT AGA GGA AGT GGG AGC TAC TTA GGA TAC TAC TTT GAC TAC TGG GGC 336 
Val Arg Gly Ser Gly Ser Tyr Leu Gly Tyr Tyr Phe Asp Tyr Trp Gly 
220 225 230 



113 
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CAG GGA ACC CTC GTC ACC GTC TCC TCA 

Gin Gly Thr Leu val Thr Val Ser Ser 
235 240 

(2) INFORMATION FOR SEQ ID NO : 26: 



(i) SEQUENCE CHARACTERISTICS: 

5 (A) LENGTH: 121 base pairs 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: protein 

10 (xi) SEQUENCE DESCRIPTION: SEQ ID NO : 26: 

Gin Val Lys Leu L,eu Glu Ser Gly Gly Gly Leu Val Gin Pro Glv Glv 
1 5 10 15 

Ser Leu Arg Leu Ser Cys Ser Ala Ser Gly Phe Thr Phe Asn Lys Tyr 
20 25 30 

Ala lie His Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Tyr Val 
35 40 4S 

Ser Ala lie Ser Ser Asn Gly Gly Asn Thr Tyr Tyr Ala Asp Ser Val 
50 55 6C 

Lys Gly Arg Phe Thr lie Ser Arg Asp Asn Ser Lys Asn Thr Val Tyr 
65 70 75 90 

Leu Gin Met Ser Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 

85 90 95 

Val Arg Gly Ser Gly Ser Tyr Leu Gly Tyr Tyr Phe Asp Tyr Trp Gly 
100 105 1X0 

Gin Gly Thr Leu Val Thr Val Ser Ser 
115 120 

(2) INFORMATION FOR. SEQ ID NO : 27: 



(i) SEQUENCE CHARACTERISTICS: 
15 (A) LENGTH: 366 base pairs 

(B) TYPE: nucleotide 

(C) STRANDEDNESS : double 

(D) TOPOLOGY: linear 

20 (ii) MOLECULE TYPE: cDNA for mRMA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo sapiens 



25 



(vii) IMMEDIATE SOURCE: 
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(viii) POSITION IN THE GENOME: 

(A) CHROMOSOME /SEGMENT: 22 

(B) MAP POSITION: qll 

(ix) FEATURE: 

(A) NAME/KEY: 

(B) LOCATION: 



(xi) SEQUENCE DESCRIPTION,:"^ SEQ ID NO: 27: 

GTG GTG ACT CAG CCA CCC TCG GTG TCA GTG /GCT CCA AGA GAG Arr rrn 
Val val Thr Gin Pro Pro Ser Val Ser Val/Ala Pro T^s G^n -hr 
125 130 ^ 

ACG ATT ACC TGT GGG GGA TAC AAG ATT GGA AGT AAA ACT GTC CAC TGG 96 
Thr He Thr Cys Gly Gly Tyr Lys He Gly Ser Lys Ser Val His Trp 
140 145 / 150 

TAC CAA CAG AAG CCA GGC CAG GCC CCT GTA TTG GTC GTC TAT GAG GAT 144 
Tyr Gin Gin Lys Pro Gly Gin Ala Pro Val Leu Val Val Tyr Glu Asp 
155 ISO 165 

TCC TAC CGG CCC TCA GAG ATC CCT 'GAG CGA TTC TCT GGC TCC AAC TCT 192 

Ser Tyr Arg Pro Ser Glu He Pro Glu Arg Phe Ser Gly Ser Asn Ser 

170 175 / 180 185 

/ 

GGG AAC ATG GCC ACC CTG ACC ATC ACC GGG GTC GAA GCC GGG GAT GAG 24 0 

Gly Asn Met Ala Thr Leu Thr /He Thr Gly Val Glu Ala Gly Asp Glu 

190 / 195 200 

GCC GAC TAC TAC TGT CAG GTG TGG GAT AAT ACT AAT GAT CAG ACG ATA 288 
Ala Asp Tyr Tyr Cys Gin Val Trp Asp Asn Thr Asn Aso Gin Thr He 
205 210 ■ 215 

TTC GGC GGA GGG ACC AAG CTG ACC GTC CTA CGT CAG CCC AAG GCT GCC 3 36 

Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Arg Gin Pro Lys Ala Ala 
220 225 230 

CCC TCG GTC ACT CTG TTC CCG CCC TCC TCT 3SS 
Pro Ser Val Thr Leu Phe Pro Pro Ser Ser 
235 240 

(2) INFORMATION FOR SEQ ID NO : 28: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 122 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: protein 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 28: 



# # 
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Val Val Thr Gin Pro Pro Ser Val Ser Val Ala Pro Arg Gin Thr Ala 

Tiir lie Thr Cys Gly Gly Tyr Lys He Gly Ser Lys Ser val His xrp 
20 25 30 



Tyr Gin Gin Lys Pro Gly Gin Ala Pro Val Leu Val Val Tyr Glu Asp 
35 40 45 

Ser Tyr Arg Pro Ser Glu He Pro Glu Arg Phe Ser Gly S^r Asn Ser 
50 55 60 ^ 

Gly Asn Met Ala Tiir Leu Thr He Thr Gly Val Glu Ala Gly Asp Glu 
65 70 75 y 80 

Ala Asp Tyr Tyr Cys Gin Val Trp Asp Asn Thr Asn Asp Gin Thr He 

8 5 50 95 

Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Arg Gin Pro Lys Ala Ala 
100 105 / 110 

Pro Ser Val Thr Leu Phe Pro Pro Ser Ser'^ 
lis 120 / 

(2) INFORMATION FOR SEQ ID N0^2 9 : 

/ 

( i ) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 3 6^ base pairs 

(B) TYPE: nucleotide 

(C) STRANDEDNESS : double 

(D) TOPOLOGY: linear 

(ii) MOLECULE , TYPE : cDNA for mRNA 



(vi) ORIGINAL SOURCE: 
(A)/ ORGANISM: Homo sapiens 

(vii) IMiyiEDIATE SOURCE: 
/ (B) CLONE (E) : AI-B38 

(viii) POSITION IN THE GENOME: 

(A) CHROMOSOME /SEGMENT: 14 

(B) MAP POSITION: q32.3 

(ix) FEATURE: 

(A) NAME /KEY: CDS 

(B) LOCATION: 1 . . 366 

/ 

/ (xi) SEQUENCE DESCRIPTION: SEQ ID NO : 29 



/ 

/ 
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96 



144 



240 



288 



336 



CAG GTG AAA CTG CTC GAG TCT GGG GCT GAG GTG AAG AAG CCT GGG Grr 
Gin Val Lys Leu Leu Glu Ser Gly Ala Glu Val Lys Lvs Pro Glv in^ 
125 130 2,23 ^ 

TCA GTG AAG GTC TCC TGC AAG GTT TCC GGA TAG ACC CTC ACT GAA ttiv 
Ser Val Lys Val Ser Cys Lys Val Ser Gly Tyr Thr Leu Thr G^u Su 
140 14S 3^5Q 

TCC ATG CAC TGG GTG CGA CAG GCT CCT GGA AAA GGG CTT GAG TGG ATr 
Ser Mec His Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu mII 

160 165 ^ "jI 

GGA GGT TTT GAT CCT GAA GAT GGT GAA ACA ATC TAC GCA CAG AAA/TTC 
Gly Gly Phe Asp Pro Glu Asp Gly Glu Tlir He Tyr Ala Gin Lys Phe 
17S 180 

CAG GGC AGA GTC ACC ATG ACC GAG GAC ACA TCT ACA GAC ACg'^GCC TAC 
Gin Gly Arg Val Thr Mec Thr Glu Asp Thr Ser Thr Ast> Th- Ala Tvr 
190 19S ^ 200 

ATG GAG CTG AGC AGC CTG AGA TCT GAG GAC ACG GCC GTG TAT TAC TGT 
Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala ^'al Tyr Tvr r^^r, 
205 210 215 

GAG ACA GGT CTG AGG TCG TAC AAC TAT GGT CGT AAC CTT GAC TAT Tnr 
Glu Thr Gly Leu Arg Ser Tyr Asn Tyr Gly Arg Asn Leu Asp Tyr tS 

GGC CAG GGA ACC CTG GTC ACC GTC TCC TCA 
Gly Gin Gly Thr Leu Val Thr Val Ser Ser 
235 240 

(2) INFORMATION FOR SEQ ID NO: 30: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 122 amino acids 

(B) TYPE: amino acid 
{ D ) TOPOLOGY : 1 inear 

(ii) MOLECUI^TYPE : protein 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 30: 

Gin Val Lys Leu/leu Glu Ser Gly Ala Glu Val Lys Lys Pro Glv Ala 
1/5 10 

Ser Val Lys vll Ser Cys Lys Val Ser Gly Tyr Thr Leu Thr Glu Leu 
/ 2^ 25 30 

Ser Met His Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp Mec 

Gly Gly Phe Asp Pro Glu Asp Gly Glu Thr lie Tyr Ala Gin Lys Phe 
/^^ 55 60 

Gln/Gly Arg Val Thr Met Thr Glu Asp Thr Ser Thr Asp Thr Ala Tyr 

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cvs 
^ 85 90 95 

Glu Thr Gly Leu Arg Ser Tyr Asn Tyr Gly Arg Asn Leu Asp Tyx Trp 

105 



